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The objective of this study was to investigate the paternity testing in dairy
cattle. Genomic DNA was extracted from blood samples in the progeny of 10 sires and
frozen semen samples in sires. Each PCR was performed using a microsatellite marker
for 10 loci (BM1824, ETH10, BM2113, TGLA122, TGLA227, TGLA126, SPS115, ETH152,
ETH3 and INRA023) as a specific primer. The PCR products were analyzed using
polyacrylmide gel electrophoresis. The allele frequencies, Exclusion Probability (PE) and
Combine exclusion probability (CPE) were calculated. The results showed cows that did
not inherit paternity allele for at least one loci were considered not to be daughters of the
sire listed. Probability of exclusion was range 0.05 - 0.66 and accurate for paternity test
was ranged at 88 - 98 %. This study can contribute toward pedigree information, an

adequate genetic improvement and breeding program.





